(1) Φ-values in the individual helices
and Ala-Gly scanning mutants are medium indicating that H1 is partially folded in the TS; an exception is V103A which packs into the B1 core which has a Φ-value of zero.
Helix 2 has medium Φ-values for core and secondary structure mutants, except for L119 towards the C-terminus, which has a low core Φ-value (central core).
Helix 3, all Φ-values are zero. This helix is evidently essentially unstructured in the TS.
Helix 4 has an a-symmetrical pattern of core Φ-values. It has high Φ-values at the Nterminus, for both secondary and tertiary structure; towards the C-terminus, the AlaGly scanning Φ-values are medium, those of the core residues are low or zero. The helix seems to be more structured at the N-terminus than the C-terminus in the TS. 
Supplementary Figure 4:
Comparison of Φ-values from linear and "Hammond" fits of the data. There is no significant difference. 
